STIC Biotechnology Systems Branch 



RAW SEQUENCE LISTING 
ERROR REPORT 



The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 



Application Serial Number: 
Source: 

Date Processed by STIC: 




THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION AND PATENTIN SOFTWARE QUESTIONS, PLEASE CONTACT 
MARK SPENCER, TELEPHONE: 571-272-2510; FAX: 571-273-0221 



TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 4.4.0 PROGRAM , ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW FOR ADDRESS: 
http://www.uspto.gov/web/offices/pac/checker/chkrnote.htm 



Applicants submitting genetic sequence information electronically on diskette or CD-Rom should be aware that there is 

a possibility that the disk/CD-Rom may have been affected by treatment given to all incoming mail. 

Please consider using alternate methods of submission for the disk/CD-Rom or replacement disk/CD-Rom. 

Any reply including a sequence listing in electronic form should NOT be sent to the 2023 1 zip code address for the 

United States Patent and Trademark Office, and instead should be sent via the following to the indicated addresses: 

1. EFS-Bio (<http://www.uspto.gov/ebc/efs/downloads/documents.htm> , EFS Submission 
User Manual - ePAVE) 

2. U.S. Postal Service: Commissioner for Patents, P.O. Box 1450, Alexandria, VA 22313-1450 

3. Hand Carry, Federal Express, United Parcel Service, or other delivery service (EFFECTIVE 01/14/05): 

U.S. Patent and Trademark Office, Mail Stop Sequence, Customer Window, Randolph Building, 401 Dulany Street, 
Alexandria, V A 22314 



Revised 01/10/06 



Raw Sequence Listing Error Summary 



ERROR DETECTED 

ATTN: NEW RULES CASES: 

1 Wrapped Nucleics 

Wrapped Aminos 



SERIAL NUMBER: J_Q_Js]q}> f I ty^f 



11 



12 



SUGGESTED CORRECTION 

PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 

The number/text at the end of each line "wrapped" down to the next line. This may occur if your file 
was retrieved in a word processor after creating it. Please adjust your right margin to .3; this will 
prevent "wrapping." 



Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes white spaces. 



3 Misaligned Amino 

Numbering 

4 Non-ASCII 



The numbering under each 5 th amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead. 

The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission is saved in ASCII text. 



Variable Length Sequence(s) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 

_PatentIn 2.0 A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

"bug" sequences(s) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 



Skipped Sequences Sequence(s) 
(OLD RULES) 



missing. If intentional, please insert the following lines for each skipped sequence: 



(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to include the skipped sequences. 



8 Skipped Sequences Sequence(s) 



missing. If intentional, please insert the following lines for each skipped sequence. 




(NEW RULES) 



Use of n's or Xaa's 
EW RULES) 



Invalid <213> 
Response 

Use of<220> 




<2 1 0> sequence id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected. in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rules, the only valid <213> responses are: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence^ 

equence(s ) missing the <220> "Featn rr" *r»H agqnriatpH nnnwir iH^ntifiprg and rpgpqri fte S . 

se ot <220> to <223> is MANDATORY if <213> "Organism" response is "Artificial Sequence" or 
Unknown. " Please explain source of genetic material in <220> to <223> section. 
(See "Federal Register," 06/01/1998, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of Sequence Rules) 



_PatentIn 2.0 

"bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



13 



Misuse of n/Xaa "n" can only represent a single nucleotide ; "Xaa" can only represent a single amino acid 



AMC - Biotechnology Systems Branch - 09/09/2003 



Page 1 




IFWP 



RAW SEQUENCE LISTING DATE: 01/13/2006 

PATENT APPLICATION: US/10/563,194 TIME: 10:18:21 



SlfWfc S '« Input Set : A:\SEQUENCE LISTING.txt-9663.66USWO.txt 

Output Set: N:\CRF4\01132006\J563194.raw 



<110> APPLICANT: JENSEN, Jens Stougaard 
W--> ^ <11Q> APPLICANT: MAD SEN, Lene Heegaard 
W--> 5 <110> APPLICANT: RADUTOIU, Elena Simona 
W--> 6 -<4rl-0->- APPLICANT: MADSEN, Esben Bjorn 
W--> 7 <±±G^- APPLICANT: SANDAL, Niels Norgaard 

9 <120> TITLE OF INVENTION: Nod-factor perception 
11 <130> FILE REFERENCE: 09663 . 0066USWO 
C--> 13 <140> CURRENT APPLICATION NUMBER: US/10/563,194 
14 <141> CURRENT FILING DATE: 2006-01-03 
16 <150> PRIOR APPLICATION NUMBER: PCT/DK2 004/000478 



17 <151> PRIOR FILING DATE: 2004-07-02 D<>eS Not COfTlDlV 

1Q r -iR,V, PPT HP apPT.TrJXTTON WTTMRP.R « PA ?On \ 01010 Hn OOfTQCtOCl DfSff ft 



19 <150> PRIOR APPLICATION NUMBER: PA 2003 01010 DK 

20 <151> PRIOR FILING DATE: 2003-07-03 
22 <160> NUMBER OF SEQ ID NOS : 54 
24 <170> SOFTWARE: Patentln version 3.2 

26 <210> SEQ ID NO: 1 

27 <211> LENGTH: 45 

28 <212> TYPE: DNA 

2 9 <213> ORGANISM: Lotus japonicus 

31 <400> SEQUENCE: 1 

32 ctaatacgac tcactatagg gcaagcagtg gtaacaacgc agagt 45 

35 <210> SEQ ID NO: 2 

36 <211> LENGTH: 29 

37 <212> TYPE: DNA 

38 <213> ORGANISM: Lotus japonicus 

40 <400> SEQUENCE: 2 

41 gctagttaaa aatgtaatag taaccacgc 2 9 

44 <210> SEQ ID NO: 3 

45 <211> LENGTH: 21 

46 <212> TYPE: DNA 

47 <213> ORGANISM: Lotus japonicus 

49 <400> SEQUENCE: 3 

50 aaagcagcat tcatcttctg g 21 

53 <210> SEQ ID NO: 4 

54 <211> LENGTH: 3 9 

55 <212> TYPE: DNA 





56 <213> ORGANISM ( synthetic sequence 

59 <220> FEATURE 

60 <221> NAME /KEY: misc_feature 

61 <222> LOCATION: (1) . . (39) 

62 <223> OTHER INFORMATION: Oligo dT primer 

64 <400> SEQUENCE: 4 

65 gaccacgcgt atcgatgtcg actttttttt ttttttttv 39 



file://C:\CRF4\Outhold\VsrJ563 194.htm 
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RAW SEQUENCE LISTING DATE: 01/13/2006 

PATENT APPLICATION: US/10/563,194 TIME: 10:18:21 

Input Set : A: \ SEQUENCE LISTING.txt-9663.66USWO.txt 
Output Set: N:\CRF4\01132006\J563194.raw 

68 <210> SEQ ID NO: 5 

69 <211> LENGTH: 19 

70 <212> TYPE: DNA 

71 <213> ORGANISM: Lotus japonicus 

73 <400> SEQUENCE: 5 

74 gcaagggaag gtaattcag 19 

77 <210> SEQ ID NO: 6 

78 <211> LENGTH: 2292 

79 <212> TYPE: DNA 

80 <213> ORGANISM: Lotus japonicus 

82 <400> SEQUENCE: 6 

83 ttattgatat actaaaccac aggatatttt attgacaatg tgaatgttcc atattttcaa 60 
85 caatgctgat tccctctgat aaagaacaag ttccttttct ctttccctgt taactatcat 120 
87 ttgttcccca cttcacaaac atggctgtct tctttcttac ctctggctct ctgagtcttt 180 
89 ttcttgcact cacgttgctt ttcactaaca tcgccgctcg atcagaaaag attagcggcc 240 
91 cagacttttc atgccctgtt gactcacctc cttcttgtga aacatatgtg acatacacag 300 
93 ctcagtctcc aaatcttctg agcctgacaa acatatctga tatatttgat atcagtcctt 360 
95 tgtccattgc aagagccagt aacatagatg cagggaagga caagctggtt ccaggccaag 420 
97 tcttactggt acctgtaact tgcggttgcg ccggaaacca ctcttctgcc aatacctcct 480 
99 accaaatcca gctaggtgat agctacgact ttgttgcaac cactttatat gagaacctta 540 
101 caaattggaa tatagtacaa gcttcaaacc caggggtaaa tccatatttg ttgccagagc 600 
103 gcgtcaaagt agtattccct ttattctgca ggtgcccttc aaagaaccag ttgaacaaag 660 
105 ggattcagta tctgattact tatgtgtgga agcccaatga caatgtttcc cttgtgagtg 720 
107 ccaagtttgg tgcatcccca gcggacatat tgactgaaaa ccgctacggt caagacttca 780 
109 ctgctgcaac caaccttcca attttgatcc cagtgacaca gttgccagag cttactcaac 840 
111 cttcttcaaa tggaaggaaa agcagcattc atcttctggt tatacttggt attaccctgg 900 
113 gatgcacgtt gctaactgca gttttaaccg ggaccctcgt atatgtatac tgccgcagaa 960 
115 agaaggctct gaataggact gcttcatcag ctgagactgc tgataaacta ctttctggag 1020 
117 tttcaggcta tgtaagcaag ccaaacgtgt atgaaatcga cgagataatg gaagctacga 1080 
119 aggatttcag cgatgagtgc aaggttgggg aatcagtgta caaggccaac atagaaggtc 1140 
121 gggttgtagc ggtaaagaaa atcaaggaag gtggtgccaa tgaggaactg aaaattctgc 12 00 
123 agaaggtaaa tcatggaaat ctggtgaaac taatgggtgt ctcctcaggc tatgatggaa 1260 
125 actgtttctt ggtttatgaa tatgctgaaa atgggtctct tgctgagtgg ctgttctcca 1320 
127 agtcttcagg aaccccaaac tcccttacat ggtctcaaag gataagcata gcagtggatg 1380 
129 ttgctgtggg tctgcaatac atgcatgaac atacctatcc aagaataata cacagggaca 1440 
131 tcacaacaag taatatcctt ctcgactcga acttcaaggc caagatagcg aatttcgcca 1500 
133 tggccagaac ttcgaccaac cccatgatgc caaaaatcga tgtcttcgct ttcggggtgc 1560 
135 ttctgataga gttgctcacc ggaaggaaag ccatgacaac caaggagaac ggcgaggtgg 1620 
137 ttatgctgtg gaaggatatg tgggagatct ttgacataga agagaataga gaggagagga 1680 
139 tcagaaaatg gatggatcct aatttagaga gcttttatca tatagataat gctctcagct 1740 
141 tggcatcctt agcagtgaat tgcacagctg ataagtcttt gtctcgaccc tccatggctg 1800 
143 aaattgttct tagcctctcc tttctcactc aacaatcatc taaccccaca ttagagagat 1860 
145 ccttgacttc ttctgggtta gatgtagaag atgatgctca tattgtgact tccattactg 1920 
147 cacgttaagc aagggaaggt aattcagttt ctcatcaaat tgatcaagat gcactttgtt 1980 
149 tgcgtggtta ctattacatt tttaactagc tatttgctta tttctctgta tttatttgtc 2040 
151 agacactgga attgaatatc atatgatgga ggagttgtct gttaatacat gtgctaataa 2100 
153 caaattcagg caagatagtt aattgcattt gaaatacata tttctgctca gagatggtga 2160 
155 acatccatgc tccgaagctc atattaagtg tggtagctat tttcttttca tctttttggg 2220 
157 gtgaatgcgt gttcatgtaa ctcgtaaggt gttatatatt acagaagtcg tatacgtcgt 2280 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/10/563 , 194 



DATE: 01/13/2006 
TIME: 10:18:21 



Input Set : A:\SEQUENCE LISTING, txt-9663 . 66USWO. txt 
Output Set: N:\CRF4\01132006\J563194.raw 



159 tccaaaaaaa aa 

162 <210> SEQ ID NO: 7 

163 <211> LENGTH: 3536 

164 <212> TYPE: DNA 

165 <213> ORGANISM: Lotus japonicus GIFU 

167 <400> SEQUENCE: 7 

168 ggacatgaga ttgaagctcc aaaattagct cttttttctg atgaatactt aatgctttgt 
170 tgtattcact tgattaagtg ctagaaatca tctttgcatg atcatagatt aaatgaattt 
172 ccagttggtg tgtggagagc tattttgtta tgctgacatc tgcaatttgc agggcatcta 
174 atgattgtca tttcttaaat tattattggt tgtttccgtt tctttaatta tctgttttaa 
176 tcttgcaggt catacaaatt aaaatactag ccaccaccca agacatacta aatggggtag 
178 tagagggaag ggtaaggtcg ataaggatga ctttttattc tataaaattt aggagaattt 
180 gagcttaagt ggcaaggcaa acgacattac tatacgaatt ggctttgtac cagaaacagg 
182 gaacaaataa tattttacaa ataagctatt atcatgtcag ctcatttgtt caactttgat 
184 ttgattaaaa attaaatgaa gttgaatttg ttgagctgct ttattatata tgccactgga 
186 tgtttccgca ttctaagtgc atgtttgaaa acatttctac aattgattac gaaggaaaaa 
188 ttaatcatgg agagaagctt atgtgcgtag cttctgtatt tctgaattga ttctatctgt 
190 acagtagcat ttagataatg aatgatcttg gttctcgcta agcatcaaac caatctctac 
192 ccttttaaaa ttgcaagaat tataagtcat gcattgaccc aaatccttct gtggttatgc 
194 cccttaaaaa tccggcaaga catcaagtta gttggtcatt agggttccac cagctagctg 
196 acaccttgta caacaactgg ccgtcctaaa gttgggtaag cattacaata ctaaatgcca 
198 ttttattata ttttgcgcat ggttatatac ctaagtagga tttgtccaca gtttctttga 
2 00 ttcggaaagg aaaaaatatt tagttgacac tgacagaagc agattttata tacatatatt 
2 02 atgaaatgac tcctacatga gatacacgaa tctcatcccc atgagttgca gtttgacaga 
2 04 gtacacactt atcaacttgc tggaatatag gaaagtctaa ccaatgatgt cgatccgtat 
2 06 tgccttaatt ttggtaaatt tagtattaca tgatcattat tgatatacta aaccacagga 
208 tattttattg acaatgtgaa tgttccatat tttcaacaat gctgattccc tctgataaag 
210 aacaagttcc ttttctcttt ccctgttaac tatcatttgt tccccacttc acaaacatgg 
212 ctgtcttctt tcttacctct ggctctctga gtctttttct tgcactcacg ttgcttttca 
214 ctaacatcgc cgctcgatca gaaaagatta gcggcccaga cttttcatgc cctgttgact 
216 cacctccttc ttgtgaaaca tatgtgacat acacagctca gtctccaaat cttctgagcc 
218 tgacaaacat atctgatata tttgatatca gtcctttgtc cattgcaaga gccagtaaca 
220 tagatgcagg gaaggacaag ctggttccag gccaagtctt actggtacct gtaacttgcg 
222 gttgcgccgg aaaccactct tctgccaata cctcctacca aatccagcta ggtgatagct 
224 acgactttgt tgcaaccact ttatatgaga accttacaaa ttggaatata gtacaagctt 
226 caaacccagg ggtaaatcca tatttgttgc cagagcgcgt caaagtagta ttccctttat 
228 tctgcaggtg cccttcaaag aaccagttga acaaagggat tcagtatctg attacttatg 
230 tgtggaagcc caatgacaat gtttcccttg tgagtgccaa gtttggtgca tccccagcgg 
232 acatattgac tgaaaaccgc tacggtcaag acttcactgc tgcaaccaac cttccaattt 
234 tgatcccagt gacacagttg ccagagctta ctcaaccttc ttcaaatgga aggaaaagca 
236 gcattcatct tctggttata cttggtatta ccctgggatg cacgttgcta actgcagttt 
238 taaccgggac cctcgtatat gtatactgcc gcagaaagaa ggctctgaat aggactgctt 
240 catcagctga gactgctgat aaactacttt ctggagtttc aggctatgta agcaagccaa 
242 acgtgtatga aatcgacgag ataatggaag ctacgaagga tttcagcgat gagtgcaagg 
244 ttggggaatc agtgtacaag gccaacatag aaggtcgggt tgtagcggta aagaaaatca 
246 aggaaggtgg tgccaatgag gaactgaaaa ttctgcagaa ggtaaatcat ggaaatctgg 
248 tgaaactaat gggtgtctcc tcaggctatg atggaaactg tttcttggtt tatgaatatg 
250 ctgaaaatgg gtctcttgct gagtggctgt tctccaagtc ttcaggaacc ccaaactccc 
252 ttacatggtc tcaaaggata agcatagcag tggatgttgc tgtgggtctg caatacatgc 



2292 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
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RAW SEQUENCE LISTING DATE: 01/13/2006 

PATENT APPLICATION: US/10/563,194 TIME: 10:18:21 

Input Set : A: \ SEQUENCE LISTING.txt-9663.66USWO.txt 
Output Set: N:\CRF4\01132006\J563194.raw 

254 atgaacatac ctatccaaga ataatacaca gggacatcac aacaagtaat 
256 actcgaactt caaggccaag atagcgaatt tcgccatggc cagaacttcg 
258 tgatgccaaa aatcgatgtc ttcgctttcg gggtgcttct gatagagttg 
260 ggaaagccat gacaaccaag gagaacggcg aggtggttat gctgtggaag 
262 agatctttga catagaagag aatagagagg agaggatcag aaaatggatg 
264 tagagagctt ttatcatata gataatgctc tcagcttggc atccttagca 
266 cagctgataa gtctttgtct cgaccctcca tggctgaaat tgttcttagc 
268 tcactcaaca atcatctaac cccacattag agagatcctt gacttcttct 
270 tagaagatga tgctcatatt gtgacttcca ttactgcacg ttaagcaagg 
272 cagtttctca tcaaattgat caagatgcac tttgtttgcg tggttactat 
274 actagctatt tgcttatttc tctgtattta tttgtcagac actggaattg 
276 gatggaggag ttgtctgtta atacatgtgc taataacaaa ttcaggcaag 
278 gcatttgaaa tacatatttc tgctcagaga tggtgaacat ccatgctccg 
280 taagtgtggt agctattttc ttttcatctt tttggggtga atgcgtgttc 
282 taaggtgtta tatattacag aagtcgtata cgtcgttcca ataattgatc 
2 84 tctatttcgt aaaaaaagcc aagtaccaac attagttgac tcgttgagag 

287 <210> SEQ ID NO: 8 

288 <211> LENGTH: 595 
2 89 <212> TYPE: PRT 

2 90 <213> ORGANISM: Lotus japonicus 
292 <400> SEQUENCE: 8 



294 


Met 


Ala 


Val 


Phe 


Phe 


Leu 


Thr 


Ser 


Gly 


Ser 


Leu 


Ser 


Leu 


Phe 


Leu 


Ala 


295 


1 








5 










10 










15 




298 


Leu 


Thr 


Leu 


Leu 


Phe 


Thr 


Asn 


He 


Ala 


Ala 


Arg 


Ser 


Glu 


Lys 


He 


Ser 


299 








20 










25 










30 






302 


Gly 


Pro 


Asp 


Phe 


Ser 


Cys 


Pro 


Val 


Asp 


Ser 


Pro 


Pro 


Ser 


Cys 


Glu 


Thr 


303 






35 










40 










45 








306 


Tyr 


Val 


Thr 


Tyr 


Thr 


Ala 


Gin 


Ser 


Pro 


Asn 


Leu 


Leu 


Ser 


Leu 


Thr 


Asn 


307 




50 










55 










60 










310 


He 


Ser 


Asp 


He 


Phe 


Asp 


He 


Ser 


Pro 


Leu 


Ser 


He 


Ala 


Arg 


Ala 


Ser 


311 


65 










70 










75 










80 


314 


Asn 


He 


Asp 


Ala 


Gly 


Lys 


Asp 


Lys 


Leu 


Val 


Pro 


Gly 


Gin 


Val 


Leu 


Leu 


315 










85 










90 










95 




318 


Val 


Pro 


Val 


Thr 


Cys 


Gly 


Cys 


Ala 


Gly 


Asn 


His 


Ser 


Ser 


Ala 


Asn 


Thr 


319 








100 










105 










110 






322 


Ser 


Tyr 


Gin 


He 


Gin 


Leu 


Gly 


Asp 


Ser 


Tyr 


Asp 


Phe 


Val 


Ala 


Thr 


Thr 


323 






115 










120 










125 








326 


Leu 


Tyr 


Glu 


Asn 


Leu 


Thr 


Asn 


Trp 


Asn 


He 


Val 


Gin 


Ala 


Ser 


Asn 


Pro 


327 




130 










135 










140 










330 


Gly 


Val 


Asn 


Pro 


Tyr 


Leu 


Leu 


Pro 


Glu 


Arg 


Val 


Lys 


Val 


Val 


Phe 


Pro 


331 


145 










150 










155 










160 


334 


Leu 


Phe 


Cys 


Arg 


Cys 


Pro 


Ser 


Lys 


Asn 


Gin 


Leu 


Asn 


Lys 


Gly 


He 


Gin 


335 










165 










170 










175 




338 


Tyr 


Leu 


He 


Thr 


Tyr 


Val 


Trp 


Lys 


Pro 


Asn 


Asp 


Asn 


Val 


Ser 


Leu 


Val 


339 








180 










185 










190 






342 


Ser 


Ala 


Lys 


Phe 


Gly 


Ala 


Ser 


Pro 


Ala 


Asp 


He 


Leu 


Thr 


Glu 


Asn 


Arg 


343 






195 










200 










205 








346 


Tyr 


Gly 


Gin 


Asp 


Phe 


Thr 


Ala 


Ala 


Thr 


Asn 


Leu 


Pro 


He 


Leu 


He 


Pro 



347 210 215 220 



atccttctcg 2640 

accaacccca 2700 

ctcaccggaa 2760 

gatatgtggg 2820 

gatcctaatt 2880 

gtgaattgca 2940 

ctctcctttc 3000 

gggttagatg 3060 

gaaggtaatt 3120 

tacattttta 3180 

aatatcatat 3240 

atagttaatt 3300 

aagctcatat 3360 

atgtaactcg 342 0 

aaggtacctg 3480 

tggtgc 3536 
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RAW SEQUENCE LISTING DATE: 01/13/2006 

PATENT APPLICATION: US/10/563 , 194 TIME: 10:18:21 



Input Set : A: \ SEQUENCE LISTING.txt-9663.66USWO.txt 
Output Set: N:\CRF4\01132006\J563194.raw 
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L:4 M:280 W: Numeric Identifier already exists, <110> found multiple times 

L:5 M:280 W: Numeric Identifier already exists, <110> found multiple times 

L:6 M:280 W: Numeric Identifier already exists, <110> found multiple times 

L:7 M:280 W: Numeric Identifier already exists, <110> found multiple times 

L:13 M:270 C: Current Application Number differs, Replaced Current Application Number 

L:1502 M:361 W: Invalid Split Codon, Sequence data for SEQ ID#: 23 

L:1697 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID: 23 

L:1720 M:361 W: Invalid Split Codon, Sequence data for SEQ ID#: 23 
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